2

Supplementary Figure 2.
Regional plots for the association of single nucleotide polymorphisms (SNPs) around the KCNIP1 intron 1 CNV with atrial fibrillation (AF). The regional plot for the association of SNPs selected from the humanOmni1-Quad BeadChip in the region flanking the KCNIP1 intron 1 CNV with AF in the stage I sample (50 extreme AF cases and 50 NSR controls) is shown. For each SNP, the chromosomal location is shown on the x-axis and the significance level for association with AF is indicated by a -log10P value on the y-axis. P-values are expressed as -log10(P)(y-axis) for every tested SNP ordered by chromosomal location (x-axis). Genomic position was determined using the NCBI database (NSCI Build 36).
The two vertical lines define the predicted boundaries of the KCNIP1 intron 1 CNV. Regional genes are also annotated below the panel. The P-value of the diallelic CNV is shown as a red diamond. The data were analyzed and the regional association plots were prepared with the R version 3.1.2 software (The R Project for Statistical Computing). Bright-field micrographs of anesthetized 3 days post fertilization control embryos (CTL) and embryos injected with KCNIP1 morpholinos (KCNIP1 MO) or mRNA (KCNIP1 OE). Scale bar, 500 μm. 
